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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/4 87,790 

Input Set : A:\EP.txt 

Output Set: N:\CRF4\10182002\I487790 



DATE: 10/18/2002 
TIME: 10:12:02 



raw 



Does Not Comply 
Corrected Diskette Needed 



C--> 3 

4 
5 
6 
7 

C--> 9 
C--> 10 
C--> 11 

12 
13 
14 
15 



(1) 



ERRORED SEQUENCES 



17 

18 
19 
20 
21 
22 
23 
24 

E--> 25 

26 
27 
28 
29 
30 
31 
32 

E--> 33 
E--> 34 

35 
36 
37 
38 
39 
40 
41 

E--> 42 



(2) 



SEQUENCE LISTING 
GENERAL INFORMATION : 

(i) APPLICANT: HADASIT MEDICAL RESEARCH 
LTD. 

(ii) TITLE OF INVENTION: NOVEL HAPTOTACTIC 

(iii) NUMBER OF SEQUENCES : ^7 

(Vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: US/09/4 87,790 

(B) FILING DATE: 20-Jan-2000 

(C) CLASSIFICATION: 
(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 

(B) FILING DATE: 

INFORMAT I ON FOR SEQ ID NO: Q: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
SEQUENCE DESCRIPTION: SEQ 



SERVICES AND DEVLOPMENT COMPANY 



ff '-3 



PEPTIDES 



— — 



0<r) CORRESPONDENCE ADDRESS: 
<A> ADDRESSEE 
<B) STREET; 
IOOTY: 
(Dj STATE: 
<E) COUMKYi . 
<F)2lPi 

(v) COMPUTER READABLE FORM. 

(A) MEDIUM TYPE: 

<B) COMTVTER: 

CO OPERATING SYSTEM: 

CD) SOFTWARE: 



4 



(XI) 



(2) 



, — , — ID NO: 1: ' , ( , ^ 

Lys Gly Se,r Tr.p Tyr Ser Met Arg Lys Met Ser Met Lys lie Arg Ppo^Phe Phe Pro 
*Qiu Glu" ' ? • /o ' •" J 1$ * ' . " 

r ^^^^ 

"•-j Met lys lie Ittja Pro Phe Asn Arg 



INFORMATION FOR SEQ ID NO : 2: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 
SEQUENCE DESCRIPTION: SEQ ID NO 

Trp Tyr Ser Met Lys Lys Thr Thr Met 




Ja tot JU*s£ *- s 




Lys Tljr 
LeXi Thr 

(2) INFORMATION FOR SEQ ID NO : 3: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO 



Arg Gly Ala Asp Tyr Ser Leu Arg Ala Val Arg Met Lys (lie/ Arg Pro Leu Val Thr 



ale? 



file://C:\CRF4\OutholcKVsrI487790.htm 



10/18/02 



Page 2 of 6 



} 



RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/4 87 , 790 



DATE: 10/18/2002 
TIME: 10:12:02 



Input Set : A:\EP.txt 

Output Set: N:\CRF4\10182002\I487790.raw 



> 43 Glu 

53 (2) INFORMATION FOR SEQ ID NO: 



RECEIVED 

OCT 2 5 2002 



TECH CENTER 1600/2900 



54 (i) SEQUENCE CHARACTERISTICS: 

55 (A) LENGTH: 20 

56 (B) TYPE: amino acid 

57 (C) STRANDEDNESS : single 

58 (D) TOPOLOGY: linear 

59 (xi),^EQUENCE DESCRIPTION: SEQ ID NO : 5: 

E--> 60 Leu Thrflle\Gly Glu Gly Glu Glu His His Leu Gly Gly Ala Lys Glu Ala Gly Asp 
E--> 61 Val ^^^'XICT ' 
C--> 62 (2)-INFORMATION FOR* SEQ ID NO: 6: 

63 (i) SEQUENCE CHARACTERISTICS: 

6A dlixtl ( A ) LENGTH : 29 

65 j flC i ( B ) TYPE: amino acid 

66 dfl^n (C) STRANDEDNESS: single 

67 (D) TOPOLOGY: linear 

68 sOci) SEQUENCE DESCRIPTIO^-SE^ 

> 69 [X x ) Gly Val^ Va^L-J^p fiTx X 

> 70 Tie Arc' I 




E- 
E- 



r Glu 




N0: 

GlyrX X >Tyr 



72 

73 

74 

75 

76 

77 

78 

7j 

81 

82 

83 

84 

85 

86 



(2) INFORMATION TOR SEQ ID' NO: 7: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
,^Jd_LSEOUENCE DESCRIPTION: SEQ ID NO: 



Jo 




7: 



AAGGGGTCATGGTATCAATGAGGAAGATGAGTAT GAAGATCAGGCCCTTCTTCCCACAGCAATAG 

^(2) INFORMATION FOR SEQ ID NO : 8: 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 63 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(xl) 5EQtt EN€S— DESCRIPTION . S E Q I D NO: 8 : 



8 V" 

■ - > 8 8 C AGAGGGGCAGATTATTCCCTCAGGGCTGTTCG CATGAAAATTAGGCCCCTTGTGACCCAATAG 

90 (2) INFORMATION FOR SEQ ID NO : 9 



91 (i) SEQUENCE CHARACTERISTICS: 

92 (A) LENGTH: 63 

93 (B) TYPE: nucleic acid 

94 (C) STRANDEDNESS: double 

95 (D) TOPOLOGY: linear 

96 _ J^ci) SEQUENCE DESCRIPT ION: SEQ ID_ MO+- 



E--> 



yb (XI) SEQUENCE DESCRIPTION: SEQ ID_ MO+— 9-i : 

9 7 ^AAA ACC CGGTGGTATTCCATGA AGAAAACCAC TATGAAGATAATCCCATTCAAC AGACTCA<^> * ) 

99 T2T INF ORMATION FOR SEC ) in MO • \ l(TU ""7" / 



99^7 

100 
101 
102 
103 
104 



TNFORMATION FOR SEQ ID NO: J(d[ 
(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 15 

(B) TYPE: amino acid 

(C) STRANDEDNESS: singl 

(D) TOPOLOGY: linear 
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RAW SEQUENCE LISTING 

PATENT APPLICATION: US/09/487,790 



Input Set : 
Output Set: 



DATE: 10/18/2002 
TIME: 10:12:02 



A:\EP.txt 

N:\CRF4\10182002\I487790 .raw 

105 ' (xi^EQUEJt*e^DESCRIP%Q*L SEQ ID 
E--> 106 Tyr Ser^Arg(xxjMet Lys(lle/ Ar^Pro/1t 
C--> 108 [2) INFOTMATIOTT^OR SEQ IDTTO:(liA s ^ 

109 ^ (i) SEQUENCE CHARACTERISTICS: \ i 
110. >- (A) LENGTH: 20 





(C) STRANDEDNESS : single K^^yJxgfS 

(D) TOPOLOGY: linear ' 
SEQUENCE DESCRICTION^SEfi ID NO:l|: 

X X/Trp Tyr Ser Met/x kysQCX/4et LysfTie 
ORMATION FOR SEQ^D NO;*£ffi^Cflfcft _ 
(i) SEQUENCE CHARACTERISTICS ^ ^PU 

(A) LENGTH: 30 Hu»vb*r 

(B) TYPE: amino acid +^1* 

(C) STRANDEDNESS: single J- l^^y? >j n I ^ 

(D) TOPOLOGY: linear ^ n^^S^y^^^ ^ 
SEjQjyEJTCE DE3GRIPTI0N: SEQID NO:/£ 

.Trp( X xjTrp LyfX X )Trp Tyr Ser Me 



124 Asp(X/GlypLJS, 

125 Pro Plie 
13 



00 



Lys^Tx^ Met 



Lys 
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RAW SEQUENCE LISTING ERROR SUMMARY DATE: 10/18/2002 

PATENT APPLICATION: US/09/487,790 TIME: 10:12:03 

Input Set : A:\EP.txt 

Output Set: N:\CRF4\10182002\I487790.raw 

Invalid Line Length; 

The rules require that a line not exceed 72 characters in length. This includes spaces. 

Seq#:6; Line(s) 69 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/487,790 



DATE: 10/18/2002 
TIME: 10:12:03 



Input Set : A:\EP.txt 

Output Set: N:\CRF4\10182002\I487790.raw 



L 
L 
L 
L 
L 
L 
L 
L 
L 
L 
L 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L : 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
L: 
M: 



:3 M:220 C 
:9 M:220 C 
:9 M:220 C 
:10 M:220 C 
:11 M:220 C 
:0 M:200 E 
:0 M:200 
:0 M:200 
:0 M:200 
:0 M:200 
:0 M:200 



Keyword misspelled or invalid format, [(1) GENERAL INFORMATION: ] 
Keyword misspelled or invalid format, [(vi) CURRENT APPLICATION DATA:] 
Keyword misspelled or invalid format, [(vi) CURRENT APPLICATION DATA:] 
: Keyword misspelled or invalid format, [(A) APPLICATION NUMBER:] 
: Keyword misspelled or invalid format, [(B) FILING DATE:] 
Mandatory Header Field missing, [/(A) ADDRESSEE:] of (l)(iv) 
Mandatory Header Field missing, /( (B) STREET:] of (l)(iv) 
Mandatory Header Field missing,/ [ (C) CITY: ] of (l)(iv) 



Mandatory Header Field missing, [(D) STATE:] of (l)(iv) 
Mandatory Header Field missing, [(E) COUNTRY:] of (l)(iv) 
Mandatory Header Field missing, [(F) ZIP:] of (l)(iv) 
17 M:202 Ey (16) Value must be an Integer, Data=[l:] / 
23 M:212 E: (34) Invalid or duplicate Sequence ID Number, Value^tl:] 
(32) Invalid/Missing Amino Acid Numbering, SEQ ID:0 . 
(2) Invalid Amino Acid Designator, 2 / / 



25 M:332 E 

33 M:330 E 

34 M:332 E 
42 M:330 E 



43 M:332 

60 M:330 

61 M:332 

62 M:220 
69 M:333 

69 M:330 

70 M:332 
70 M:333 
70 M:330 
79 M:254 
88 M:254 E 
97 M:254 E 
106 M:333 E 
106 M:330 
108 M:202 
108 M:220 

114 M:202 

115 M:333 
115 M:330 
117 M:202 

123 M:202 

124 M:333 

124 M:330 

125 M:332 
125 M:333 
125 M:330 



/ 



(32) Invalid/Missing Amino Acid Numbering, SEQ ID:0 
(2) Invalid Amino Acid Designator, 1 / 
(32) Invalid/Missing Amino Acid Numbering, SEQ ID:U 
(2) Invalid Amino Acid Designator, 1 / / 
(32) Invalid/Missing Amino Acid Numbering, SEQ ID : 0 
Keyword misspelled or invalid format, [(2) INFORMATION FOR SEQ ID NO:] 
Wrong sequence grouping, Amino acids not in groups! < 
(2) Invalid Amino Acid Designator, 13 / /' 
(32) Invalid/Missing Amino Acid Numbering, SEQ ID:0' 
Wrong sequence grouping, Amino acids not in groups! 
(2) Invalid Amino Acid Designator, 3 

No. of Bases conflict, Input :0 Counted: 65 SEQ : 7 ^ < 
No. of Bases conflict, lnput:0 Counted:63 SEQ:8 / J 
No. of Bases conflict, Input :0 Counted: 63 SEQ: 9 f ^ 

Wrong sequence grouping, Amino acids not in groups! 

(2) Invalid Amino Acid Designator, 7 ~ f y f 

(16) Value must be an Integer, Data=[ll] ' ^ 

Keyword misspelled or invalid format, [(2) INFORMATION FOR SEQ ID NO:] 

(16) Value must be an Integer, Data=[ll:] ( 

Wrong sequence grouping, Amino acids not in groups! 

(2) Invalid Amino Acid Designator, 10 

(16) Value must be an Integer, Data=[12] 

(16) Value must be an Integer, Data=[12] 

Wrong sequence grouping, Amino acids not in groups! 

(2) Invalid Amino Acid Designator, 11 

(32) Invalid/Missing Amino Acid Numbering, SEQ ID:0 

Wrong sequence grouping, Amino acids not in groups! 

(2) Invalid Amino Acid Designator, 4 



332 Repeated in SeqNo=-l 
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Raw Sequence Listing Error Summary 



ERROR DETECTED SUGGESTED CORRECTION SERIAL NUMBER: 

ATTN: NEW RULES CASES: PLEASE DISREGARD ENGLISH "ALPHA" HEADERS, WHICH WERE INSERTED DY PTO SOFTWARE 



1 Wrapped Nuclcics 

Wrapped Aminos 



10 



11 



12 



The numbcrAext at the end of each line "wrapped" down to the next line. This may occur if your file 
was retrieved in a word processor after creating it Please adjust your right margin to .3; this will 
prevent "wrapping," 



Invalid Line Length The rules require that a line not exceed 72 characters in length. This includes white spaces. 

1 Thin nuiiibuiim umlu ljlIi -^-h 
/use space characters, instead 



limed i 



Non- ASCII 



pup numbuiipt undu ljlIi jft ajiiuju JiiJ is niisJligiiiuV Do not use tab codes between numbers; I 
'use sDace characters, instead " a 



Variable Length 



6 Patentln 2.0 

"bug" 



The submitted file was not saved in ASCII(DOS) text, as required by the Sequence Rules. Please 
ensure your subsequent submission is saved in ASCII text. 

Sequences) contain n*s or Xaa*s representing more than one residue. Per Sequence Rules, 

each n or Xaa can only represent a single residue. Please present the maximum number of each 
residue having variable length and indicate in the <220>-<223> section that some may be missing. 

A "bug" in Patentln version 2.0 has caused the <220>-<223> section to be missing from amino acid 

sequencers) . Normally, Patentln would automatically generate this section from the 

previously coded nucleic acid sequence. Please manually copy the relevant <220>-<223> section to 
the subsequent amino acid sequence. This applies to the mandatory <220>-<223> sections for 
Artificial or Unknown sequences. 



_Skipped Sequences Sequences) 
(OLD RULES) 



missing. If intentional, please insert the following lines for each skipped sequence: 



8 Skipped Sequences 

(NEW RULES) 



Use of n*s or Xaa's 



(NEW RULES) 



Invalid <213> 



Response 



Useof<220> 



Patentln 2.0 
" "bug" 



(2) INFORMATION FOR SEQ ID NO:X: (insert SEQ ID NO where "X" is shown) 
(i) SEQUENCE CHARACTERISTICS: (Do not insert any subheadings under this heading) 

(xi) SEQUENCE DESCRIPTIONS EQ ID NO:X: (insert SEQ ID NO where "X"Js shown) 
This sequence is intentionally skipped 

Please also adjust the "(ii) NUMBER OF SEQUENCES:" response to include the skipped sequences. 



Sequencers) _ 



missing. If Intentional, please insert the following lines for each skipped sequence. 



<210> sequence id number 
<400> sequence id number 
000 

Use of n*s and/or Xaa's have been detected in the Sequence Listing. 

Per 1.823 of Sequence Rules, use of <220>-<223> is MANDATORY if n*s or Xaa's are present 

In <220> to <223> section, please explain location of n or Xaa, and which residue n or Xaa represents. 

Per 1.823 of Sequence Rules, the only valid <213> responses are: Unknown, Artificial Sequence, or 
scientific name (Genus/species). <220>-<223> section is required when <213> response is Unknown or 
is Artificial Sequence 



Sequences) _ 



missing the <220> "Feature" and associated numeric identifiers and responses. 



Use of <220> to <223> is MANDATORY if <213> "Organism" response is "Artificial Sequence" or 
"Unknown." Please explain source of genetic material in <220> to <223> section. 
(See "Federal Register," 06701/1998, Vol. 63, No. 104, pp. 29631-32) (Sec 1.823 of Sequence Rules) 

Please do not use "Copy to Disk" function of Patentln version 2.0. This causes a corrupted file, 
resulting in missing mandatory numeric identifiers and responses (as indicated on raw sequence 
listing). Instead, please use "File Manager" or any other manual means to copy file to floppy disk. 



13 Misuse of n n can only be used to represent a single nucleotide in a nucleic acid sequence. N is not used to represent 

any value not specifically a nucleotide. 



AMC/MH - Biotechnology Systems Branch - 08/21/2001 



